SEQUENCE LISTING 



(1) GENERAL INFORMATION: 

(i) APPLICANT: Keyt, Bruce A. 

Nguyen, Francis H. 
Ferrara, Napoleone 

(ii) TITLE OF INVENTION: Variants of Vascular Endothelia 
Growth Factor Having Antagonistic Properties 

(iii) NUMBER OF SEQUENCES: 14 

(iv) CORRESPONDENCE ADDRESS: 

(A) ADDRESSEE: Walter H. Dreger 

(B) STREET: 4 Embarcadero Center, Suite 3400 

(C) CITY: San Francisco 

(D) STATE: California 

(E) COUNTRY: United States 

(F) ZIP: 94111 

(V) COMPUTER READABLE FORM: 

(A) MEDIUM TYPE: Floppy disk 

(B) COMPUTER: IBM PC compatible 

(C) OPERATING SYSTEM: PC-DOS/MS-DOS ^ 

(D) SOFTWARE: Patentin Release #1.0, Version #1.3C 

(vi) CURRENT APPLICATION DATA: 

(A) APPLICATION NUMBER: US 08/734,443 

(B) FILING DATE: 17-OCT-1996 

( C ) CL AS S I FI C AT I ON : 

(viii) ATTORNEY /AGENT INFORMATION: 

(A) NAME: Dreger, Walter H. 

(B) REGISTRATION NUMBER: 24,190 

(C) REFERENCE/DOCKET NUMBER: A-630 96/WHD/MTK 

(ix) TELECOMMUNICATION INFORMATION: 

(A) TELEPHONE: 415-781-1989 

(B) TELEFAX: 415-398-3249 



(2) INFORMATION FOR SEQ ID NO : 1 : 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 59 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: other nucleic acid 

(A) DESCRIPTION: /desc = "oligonucleotide" 



(xi) SEQUENCE DESCRIPTION: SEQ ID N0:1: 
CCTATGGCTG AAGGCGGCCA GAAGCCTCAC GAAGTGGTGA AGTTCATGGA CGTGTATCA 




(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 30 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 



(ii) MOLECULE TYPE: other nucleic acid 

(A) DESCRIPTION: /desc = "oligonucleoti 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO : 2 : 

AGTAGCAAGC TTGACGTGTG GCAGGCTTGA 



(2) INFORMATION FOR SEQ ID NO : 3 : 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 2 9 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: other nucleic acid ^.^ „ 

(A) DESCRIPTION: /desc = "oligonucleotide 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO : 3 : 

29 

GATCTGGCCA TACACTTGAG TGACAATGA 



(2) INFORMATION FOR SEQ ID NO: 4: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 28 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: other nucleic acid ^.^ „ 

(A) DESCRIPTION: /desc = "oligonucleotide 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO : 4 : 

28 

CATCCACTTT GCCTTTCTCT CCACAGGT 



(2) INFORMATION FOR SEQ ID NO : 5 : 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 12 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: other nucleic acid 



5"^ 




(A) DESCRIPTION: /desc = "oligonucleotide" 
) SEQUENCE DESCRIPTION: SEQ ID NO: 5: 



^ 12 

;tccactccc ag 



(2) INFORMATION FOR SEQ ID NO : 6 : 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 30 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: other nucleic acid 

(A) DESCRIPTION: /desc = "oligonucleotide 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO : 6 : 

AGGCTGCTGC AGTTCGACGT GGGAGTGGAC 



(2) INFORMATION FOR SEQ ID NO : 7 : 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 24 base pairs 

(B) TYPE: nucleic acid 




(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: other nucleic acid 

(A) DESCRIPTION: /desc = "oligonucleotide 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO : 7 : 
CAGGGGCACA TCGGATGGCT TGAA 



(2) INFORMATION FOR SEQ ID NO : 8 : 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 24 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY : linear 

(ii) MOLECULE TYPE: other nucleic acid 

(A) DESCRIPTION: /desc - "oligonucleotide 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO : 8 : 

CAGGGGCACG GCGGATGGCT TGAA 



5-f 



) INFORMATION FOR SEQ ID NO: 9: 

^^(i) SEQUENCE CHARACTERISTICS: 
(A) LENGTH: 24 base pairs 
^SSS* uj] (B) TYPE: nucleic acid 

^1 (C) STRANDEDNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: other nucleic acid 

(A) DESCRIPTION: /desc = "oligonucleotide* 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO : 9 : 

GTCATTGCAA TCGCCCCCGC ATCG 



(2) INFORMATION FOR SEQ ID NO: 10: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 24 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: other nucleic acid 

(A) DESCRIPTION: /desc = "oligonucleotide" 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 10: 

GTCATTGCAG GCGCCCCCGC ATCG 



(2) INFORMATION FOR SEQ ID NO: 11: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 51 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: other nucleic acid 

(A) DESCRIPTION: /desc = "oligonucleotide" 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 11: 
GTCATTGCAG GCGCCCCCGC ATCGCATCAG GGGCACGGCG GATGGCTTGA A 



(2) INFORMATION FOR SEQ ID NO: 12: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 51 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: other nucleic acid 

(A) DESCRIPTION: /desc = "oligonucleotide" 



JAII 0 7 ttsa w 



^'JJAOB^^ (xi) SEQUENCE DESCRIPTION: SEQ ID NO: 12: 

GTCATTGCAA TCGCCCCCGC ATCGCATCAG GGGCACATCG GATGGCTTGA A 



51 



(2) INFORMATION FOR SEQ ID NO: 13: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 990 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: double 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 



(ix) FEATURE: 

(A) NAME/KEY: CDS 

(B) LOCATION: 57.-633 




100 



CAA GGC CAG CAC ATA GGA GAG ATG AGO TTC CTA CAG CAC AAC AAA TGT 
Gin Gly Gin His He Gly Glu Met Ser Phe Leu Gin His Asn Lys Cys 
115 120 125 

GAA TGC AGA CCA AAG AAA GAT AGA GCA AGA CAA GAA AAT CCC TGT GGG 
Glu Cys Arg Pro Lys Lys Asp Arg Ala Arg Gin Glu Asn Pro Cys Gly 
130 135 140 



56 
104 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 13: 

CAGTGTGCTG GCGGCCCGGC GCGAGCCGGC CCGGCCCCGG TCGGGCCTCC GAAACC 

ATG AAC TTT CTG CTG TCT TGG GTG CAT TGG AGC CTC GCC TTG CTG CTC 
Met Asn Phe Leu Leu Ser Trp Val His Trp Ser Leu Ala Leu Leu Leu 
1 5 10 15 

TAC CTC CAC CAT GCC AAG TGG TCC CAG GCT GCA CCC ATG GCA GAA GGA 152 
Tyr Leu His His Ala Lys Trp Ser Gin Ala Ala Pro Met Ala Glu Gly 
20 25 30 

GGA GGG CAG AAT CAT CAC GAA GTG GTG AAG TTC ATG GAT GTC TAT CAG 20 0 
Glv Gly Gin Asn His His Glu Val Val Lys Phe Met Asp Val Tyr Gin 
35 40 45 

CGC AGC TAC TGC CAT CCA ATC GAG ACC CTG GTG GAC ATC TTC CAG GAG 2 48 
Arg Ser Tyr Cys His Pro He Glu Thr Leu Val Asp He Phe Gin Glu 
50 55 60 

TAC CCT GAT GAG ATC GAG TAC ATC TTC AAG CCA TCC TGT GTG CCC CTG 2 96 
Tyr Pro Asp Glu He Glu Tyr He Phe Lys Pro Ser Cys Val Pro Leu 
65 70 75 80 

ATG CGA TGC GGG GGC TGC TGC AAT GAC GAG GGC CTG GAG TGT GTG CCC 3 44 
Met Arg Cys Gly Gly Cys Cys Asn Asp Glu Gly Leu Glu Cys Val Pro 

85 90 95 

ACT GAG GAG TCC AAC ATC ACC ATG CAG ATT ATG CGG ATC AAA CCT CAC 3 92 
Thr Glu Glu Ser Asn He Thr Met Gin He Met Arg He Lys Pro His 

105 110 



440 



488 



\ p 



JAN 0 7 tS98 ro] 

CCI^^C TCA GAG CGG AGA AAG CAT TTG TTT GTA 

?ys Ser Glu Arg Arg Lys His Leu Phe Val 

145 150 155 



TGT AAA TGT TCC TGC AAA AAC ACA GAC TCG CGT 
Cvs Lvs Cys Ser Cys Lys Asn Thr Asp Ser Arg 
165 170 

CTT GAG TTA AAC GAA CGT ACT TGC AGA TGT GAC 
Leu Glu Leu Asn Glu Arg Thr Cys Arg Cys Asp 
180 185 

CCGGGCAGGA GGAAGGAGCC TCCCTCAGGG TTTCGGGAAC 

ACTGATACAG AACGATCGAT ACAGAAACCA CGCTGCCGCC 

AGAACAGTCC TTAATCCAGA AACCTGAAAT GAAGGAAGAG 

TTGGGTCCGG AGGGCGAGAC TCCGGCGGAA GCATTCCCGG 

CCTCTTGGAA TTGGATTCGC CATTTTATTT TTCTTGCTGC 

ATTAGAGAGT TTTATTTCTG GGATTCCTGT AGACACACCG 



CAA GAT CCG CAG ACG 53 6 
Gin Asp Pro Gin Thr 
160 

TGC AAG GCG AGG CAG 58 4 
Cys Lys Ala Arg Gin 
175 

AAG CCC AGG CGG TGA G 633 
Lys Pro Arg Arg * 
190 

CAGATCTCTC ACCAGGAAAG 693 
ACCACACCAT CACCATCGAC 7 53 
GAGACTCTGC GCAGAGCACT 813 
GCGGGTGACC CAGCACGGTC 87 3 
TA7VATCACCG AGCCCGGAAG 933 
CGGCCGCCAG CACACTG 990 




(2) INFORMATION FOR SEQ ID NO: 14: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 192 amino acids 

(B) TYPE: amino acid 
(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: protein 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 14: 

Met Asn Phe Leu Leu Ser Trp Val His Trp Ser Leu Ala Leu Leu Leu 
1 5 10 15 

Tvr Leu His His Ala Lys Trp Ser Gin Ala Ala Pro Met Ala Glu Gly 
^ 20 25 30 

Gly Gly Gin Asn His His Glu Val Val Lys Phe Met Asp Val Tyr Gin 
35 40 45 

Ara Ser Tyr Cys His Pro He Glu Thr Leu Val Asp He Phe Gin Glu 
50 55 60 

Tyr Pro Asp Glu He Glu Tyr He Phe Lys Pro Ser Cys Val Pro Leu 
65 70 ^ 75 80 

Met Arq Cys Gly Gly Cys Cys Asn Asp Glu Gly Leu Glu Cys Val Pro 

85 .90 95 

Thr Glu Glu Ser Asn He Thr Met Gin He Met Arg He Lys Pro His 
100 105 110 

Gin Gly Gin His He Gly Glu Met Ser Phe Leu Gin His Asn Lys Cys 
115 120 125 



Glu Cys Arg Pro Lys Lys Asp Arg Ala Arg Gin Glu Asn Pro Cys Gly 
130 135 140 

Pro cys Ser Glu Arg Arg Lys His Leu Phe Val Gin Asp Pro Gin Thr 
145 150 155 

cys Lys cys Ser Cys Lys Asn Thr Asp Ser Arg Cys Lys Ala Arg Gin 

- 170 ^ ' 



165 




Leu Glu Leu Asn Glu Arg Thr Cys Arg Cys Asp Lys Pro Arg Arg 
180 185 190 



